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Lactobacillus shenzhenensis strain LY-73 T is a novel species which was first isolated from fermented goods. Here, we report the 
draft genome sequence of Lactobacillus shenzhenensis LY-73 T . 
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Lactic acid bacteria (LAB) are distributed in a variety of habitats 
rich in carbohydrate-containing substrates, including plants 
(1), naturally fermented products (2), and the gastrointestinal 
tracts of humans and animals (3). Most LAB play important roles 
in food fermentation and preservation (4, 5), and these bacteria 
are widely used for probiotics (6, 7). The genus Lactobacillus con- 
sists of 190 validated species and 6 species that have been pub- 
lished in the International Journal of Systematic and Evolutionary 
Microbiology (http://www.bacterio.cict.fr/) since the genus Lacto- 
bacillus was first proposed by Beijerinck (8). 

Lactobacillus shenzhenensis strain LY-73 T , isolated from fer- 
mented goods, is a novel species of the genus Lactobacillus (9) . The 
draft whole-genome sequence of strain LY-73 T was determined by 
using a paired-end strategy with the platform Illumina HiSeq 
2000. We generated a library with a median insert size of -500 bp 
and then carried out paired-end sequencing (2 X 90-bp reads). 
After filtering low-quality reads, we finally obtained 2 X 
2,777,778-bp quality filtered reads (totaling -500 Mb); all of these 
reads provided -153-fold coverage of the genome. The genome 
assembly was then achieved by SOAPdenovo 1.05 (10). All of the 
sequence reads were first generated into 330 contigs of >200 bp in 
size. We then ordered the contigs into 62 large scaffolds, with a size 
range of between 543 and 446,731 bp, and tried to fill in gaps in 
between the scaffolded contigs. 

The draft genome sequence of LY-73 T was found to be 
3,271,684 bp in length, with a G+C content of 56.44%. Open 
reading frames (ORFs) were predicted by Glimmer 3.0(11). There 
were 3,188 possible ORFs found in the genome, and the average 
ORF length was 890 bp. Putative genes were then annotated by 
searching against the Swissprot, COG, and KEGG databases by 
BLAST (12), and additional annotation was done by use of the 
RAST (Rapid Annotations using Subsystems Technology) server 
(13). The entire genome contains double copies of 23S rRNA 
genes, single copies of 16S rRNA-encoding genes, and 43 pre- 
dicted tRNA-encoding genes. Approximately 87.4% of nucleo- 
tides are predicted to encode proteins, and 72% (2,295) of the 



predicted proteins are annotatable with known proteins. Strain 
LY-73 T contains 22 putative two-component regulatory systems, 
which may play roles related to its ability to survive under com- 
plicated environmental conditions. Several genes related to bacte- 
riocin were found, and genes encoding proteins related to carbo- 
hydrate metabolism were also annotated. There are many putative 
genes that play roles in defense mechanisms, such as ABC-type 
multidrug and antimicrobial peptide transport systems, suggest- 
ing the potential of this bacterium for probiotic use. 

Nucleotide sequence accession numbers. This whole-genome 
shotgun project has been deposited at DDBJ/EMBL/GenBank un- 
der the accession number AVAA00000000. The version described 
in this paper is version AVAA0 1000000. 

ACKNOWLEDGMENTS 

This work was supported in part by the National High Technology Re- 
search and Development Program of China (863 Program number 
2012AA022101) and by the Shenzhen Municipal Government of China 
(CXB201005240001AandCXB201108250098A). 

REFERENCES 

1. Trias R, Baneras L, Montesinos E, Badosa E. 2008. Lactic acid bacteria 
from fresh fruit and vegetables as biocontrol agents of phytopathogenic 
bacteria and fungi. Int. Microbiol. 11:231-236. 

2. Kacem M, Zadi-Karam H, Nour-Eddine K. 2005. Isolation of lactic acid 
bacteria from naturally fermented Algerian olives. J. King Saud Univ. 18: 
89-98. 

3. Walter J. 2008. Ecological role of lactobacilli in the gastrointestinal tract: 
implications for fundamental and biomedical research. Appl. Environ. 
Microbiol. 74:4985-4996. 

4. Caplice E, Fitzgerald GF. 1999. Food fermentations: role of microorgan- 
isms in food production and preservation. Int. I. Food Microbiol. 50: 
131-149. 

5. Bernardeau M, Vernoux JP, Henri-Dubernet S, Gueguen M. 2008. 
Safety assessment of dairy microorganisms: the Lactobacillus genus. Int. J. 
Food Microbiol. 126:278-285. 

6. Dimer C, Gibson GR. 1998. An overview of probiotics, prebiotics and 
Synbiotics in the functional food concept: perspectives and future strate- 
gies. Int. Dairy J. 8:473-479. 



November/December 2013 Volume 1 Issue 6 e00972-13 



Genome Announcements 



genomea.asm.org 1 



Lin et al. 



7. Fooks LJ, Fuller R, Gibson GR. 1999. Prebiotics, probiotics and human 
gut microbiology. Int. Dairy J. 9:53-61. 

8. Beijerinck MW. 1901. Sur les ferments lactiques de l'industrie. Arch. 
Neerl. Sci. 6:212-243. 

9. Zou Y, Liu F, Fang C, Wan D, Yang R, Su Q, Yang R, Zhao J. 2013. 
Lactobacillus shenzhenensis sp. nov., isolated from a fermented dairy bev- 
erage. Int. J. Syst. Evol. Microbiol. 63:1817-1823. 

10. Li R, Zhu H, Ruan J, Qian W, Fang X, Shi Z, Li Y, Li S, Shan G, 
Kristiansen K, Li S, Yang H, Wang J, Wang J. 2010. De novo assembly 
of human genomes with massively parallel short read sequencing. Ge- 
nome Res. 20:265-272. 



1 1 . Delcher AL, Bratke KA, Powers EC, Salzberg SL. 2007. Identifying bacterial 
genes and endosymbiont DNA with Glimmer. Bioinformatics 23:673-679. 

12. Altschul SF, Madden TL, Schaffer AA, Zhang J, Zhang Z, Miller W, 
Lipman DJ. 1997. Gapped BLAST and PSI-BLAST: a new generation of 
protein database search programs. Nucleic Acids Res. 25:3389-3402. 

13. Aziz RK, Battels D, Best AA, Dejongh M, Disz T, Edwards RA, 
Formsma K, Gerdes S, Glass EM, Kubal M, Meyer F, Olsen GJ, Olson 
R, Osterman AL, Overbeek RA, McNeil LK, Paarmann D, Paczian T, 
Parrello B, Pusch GD, Reich C, Stevens R, Vassieva O, Vonstein V, 
Wilke A, Zagnitko O. 2008. The RAST server: rapid annotations using 
subsystems technology. BMC Genomics 9:75. 



2 genomea.asm.org 



Genome Announcements 



November/December 2013 Volume 1 Issue 6 e00972-13 



